Issue: How to use the twin overlap option
Context: For the integration of twins...
Solution:
Generally CrysAlis implements two types of overlap maps. The normal overlap map to detect large unit cell overlap and the twin overlap option.
The normal overlap map is activated in the Special corrections dialog in
dc red under the Peak finding tab. The program computes for each image a
label map which contains the the hkl's of the image area. The integration area
is compared with the label map to detect the percentage of identical hkl.
For non-overlap reflections this percentage is 100% meaning the integration
was entirely done in the proper hkl area. As peaks have tails, 80% rejection
in dc rrp will contain only essentially not overlapped data.
For the twin overlap the same idea applies, except that the overlap map
is computed only to a certain user specified hkl fraction: say 0.25. This
means that the label map is has reflection areas and free areas. As an
example:
Going from reflection 1 1 1 to 1 1 2 there is an image area from 1 1 0.75
to 1 1 1.25 which is reflection area and 1 1 1.25 to 1 1 1.75 is a free
area.
For the twin overlap two maps are computed: One with the current UB (ty
u, ty l, um s, um i) and the second with the twin UB in um sarray 0. During
the integration the maps are compared with the integration area. A pixel is
marked as ok, if he is lying in the free zone of the "UB in um sarray 0"
label map. 100% means the reflection was integrated in an area where no
twin was present. 0% means all integrated pixels overlapped with the twin
label map.
To receive the twin overlap free data in dc rrp you have to use the "Use
twin rejection" >NN% option. >80% gives you the non-twinoverlapped data.
<20% the fully twinoverlapped data. 

